Introduction
Rice germplasm of Chhattisgarh plays an important role in preserving and maintaining the biodiversity of rice. Rice germplasm is a very important asset that must be preserved. There is a strong need not only to conserve landrace genotypes but also broaden the genepool of rice for the future utilization in breeding of high yielding, superior quality and better adapted varieties in the country. In crop improvement programme, to increase the productivity breeder needs to maintain a pool of diverse desirable donor parents (Joshi et al., 2013) . Genetic diversity plays a key role in selecting the suitable parents for hybridization programme resulting in superior hybrids and desirable transgressive segregants (Rathi et Chhattisgarh is blessed with a wide variability in rice. Indira Gandhi Krishi Vishwavidyalaya, Raipur, Chhattisgarh is proudly maintaining more than 23,000 rice germplasm accessions which is presently the largest active germplasm collection of rice in India and second largest in world. The present study was carried out by using 110 unique rice genotypes including one check. Morphological and grain yield related traits were studied to assess the existence of genetic divergence by using Non-hierarchical Euclidean cluster analysis. The 110 diverse genotypes were grouped into six distinct non overlapping clusters. Among the six clusters, cluster III is the largest cluster with a maximum of 33 genotypes followed by clusters I (20 genotypes) and cluster V & VI (18 genotypes each). Highest intra-cluster distance was observed in cluster IV, followed by cluster II and cluster V. It shows high variability among the genotypes of cluster IV. Highest inter-cluster distance was observed between cluster III & IV indicating that genotypes of these groups deserves consideration for their direct use as parents in hybridization programmes to develop high yielding rice varieties. It is followed by cluster I & IV. Cluster IV is characterized by genotypes with highest number of filled grains per panicle and total number of grains per panicle. Cluster III is having genotype with tallest plant height. Cluster II is having genotypes with high tillering capacity and yield which can be further utilized for trait specific studies. , 2011) . Genetic diversity in crop plants is essential to sustain level of high productivity (Tripathi et al., 2013) . It is the most important tool in the hands of the plant breeder in choosing the right type of parents for hybridization programme. To make India self sufficient in rice, it is needed to improve the productivity to a greater extent (Hossain, 1996; Mishra, 2002) . Keeping in view the above facts the present investigation has been undertaken to estimate genetic divergence of indigenous unique genotypes of rice and selecting divergent parents for future use in improvement.
K e y w o r d s

Material and Methods
The present research work was conducted at Research Farm, Department of Genetics and Plant Breeding, Indira Gandhi Agricultural University, Raipur (Chhattisgarh) during kharif 2014. The experimental material consists of 110 unique rice genotypes collected from different districts of Chhattisgarh including one check variety of rice. Each genotype was grown in single row. Normal agronomic practices were followed throughout the crop period. Five plants from each row were randomly selected and were tagged for recording characters viz., Effective tillers per plant, Plant height (cm), Panicle Length (cm), Filled Grains per panicle, Chaffy Grains per panicle, Total Number of Grain per panicle, Grain yield per plant and 1000 grain weight. Panicle and grain characters were recorded on five panicles of selected plants. Cluster analyses for the above characters were done by following Non Hierarchical Euclidean cluster analysis in order to classify the genotypes into different groups based on their similar and dissimilar performance for the traits. Genetic divergence among genotypes was studied through Non Hierarchical Euclidean cluster analysis. (Beale, 1969 and Spark, 1973 ) and genotypes were grouped into different clusters by Tocher's method (Rao, 1952) . Intra and inter cluster distances and mean performance of the clusters for the characters were also computed.
Results and Discussion
Analysis by non-hierarchical Euclidean cluster method grouped 110 rice genotypes into six distinct non overlapping clusters (Table 1) . It revealed the presence of substantial genetic diversity among the genotypes screened. This indicated that material under study may serve as good source for selecting the diverse parents for hybridization programme for isolating transgressive segregants for grain yield and its attributes. The existence of high degree of genetic divergence in rice has also been reported by Suman et al., 2005 , Chandra et al., 2007 , and Pratap et al., 2011 and Rostogi examined the genetic diversity in 132 genotypes of rice and placed cluster analysis in 10 different categories. Among the six clusters formed, Cluster III is the largest cluster with a maximum of 33 genotypes followed by clusters I (20 genotypes) and cluster V & VI (18 genotypes each). Average intra and inter cluster distance in rice genotypes are presented in Table 2 . Highest intra-cluster distance was observed in cluster IV, followed by cluster II and cluster V. It shows high variability among the genotypes of cluster IV. Highest inter-cluster distance was observed between cluster III & IV suggesting wide diversity between these clusters. Therefore, genotypes of these groups deserve consideration for their direct use as parents in hybridization programmes to develop high yielding rice varieties. It is followed by cluster I & IV. Cluster IV is characterized by genotypes with highest number of filled grains per panicle and total number of grains per panicle. Cluster III is having genotype with tallest plant height. Cluster II is having genotypes with high tillering capacity and yield which can be further utilized for trait specific studies (Table 3) . 
